Supplementary materials

Supplementary Table 1. Distribution of TFs in sequenced prokaryotic genomes. Total number
of ORFs and number of predicted TFs per genome are from DBD database.’® Genomes are
sorted according to taxonomic groups. Obligate pathogens and endosymbionts with genome size
less than 1500 ORFs are marked in grey background. Pathogenic phenotype, ecotype and
biotechnological and medical relevance are from the Integrated Microbial Genomes web-site of

Joint Genomic Institute (http://img.jgi.doe.gov/).

Supplementary Table 2. Distribution of sigma factors in sequenced bacterial genomes. Sigma
factors from three different families (¢”°, 6>*, and ECF) were found in bacterial genomes using
HMM profiles based on experimentally verified sigma factors’’ and depositied in the Genome

Atlas Database (http:/www.cbs.dtu.dk/services/GenomeAtlas/).**® Obligate pathogens and

endosymbionts with genome size less than 1500 ORFs are marked in grey background.
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